on RENAL score. Outcomes were analyzed the following: operative time (OT), warm ischemia time (WIT), operative blood loss (OBL), perioperative complications, change of serum creatinine (△SCr) and change of GFR (△GFR . 1 2 ± 5 . 2 2 m i n , l o w 3 0 . 8 0 ± 3 . 9 3 m i n , P<0.001) and △SCr (high 0.06±0.04 mg/dL, mid −0.02± 0.15 mg/dL, low 0.00±0.04 mg/dL, P=0.026) were inversely correlated with RENAL score. RENAL score also affect the outcomes of each LPN eras. Eleven complications were observed in 11 cases (11/90, 12.2%), Complications rate were similar with LPN A (5/30, 16.7%), LPN B (3/30, 10%) and LPN C (3/30,10%) P=0.780. However, there were significant differences between high REANL score (5/15, 33.3%), mid RENAL score (3/34, 8.8%) and low RENAL score (3/41, 7.8%) P=0.034. When considering the effects of both LPN eras and RENAL score, no synergistic effects were observed. Conclusions: Learning curve and RENAL score impact on the outcomes of retroperitoneal laparoscopic partial nephrectomy were independent, and RENAL score also influence the outcomes of each LPN ears. We can select the appropriate cases based on the REANL score in the early stage of LPN may contribute to shortening the procedure time and preventing complications. 
Objective: Centromere protein H (CENPH) is one of the essential components of the human active kinetochore which close links with carcinogenesis. Its biological and clinical value of prognostic prediction for human clear cell renal cell carcinoma (ccRCC) is unclear. Methods: The expression levels of CENPH in ccRCC patients and cell lines were evaluated by quantitative realtime PCR (qRT-PCR) and Western blot. CENPH protein expressions in paraffin-embedded archival specimens from 107 patients with ccRCC were determined by immunohistochemical analysis. Their correlations between patients' clinicopathologic features and prognosis were explored. Small-interfering RNA (siRNA) was used to suppress CENPH expression in RCC cell lines. In vitro assays were performed to further explore its role in tumor progression. Results: The expression level of CENPH was higher in ccRCC tissues and cell lines than in corresponding adjacent normal tissues and normal human proximal tubule epithelial cell line HK-2. IHC analysis revealed high expression levels of CENPH in ccRCC specimens. The ccRCC patients with higher CENPH expression had an advanced clinical stage and poorer prognosis than those with lower CENPH expression. CENPH expression was an independent prognostic marker of overall RCC patient survival in a multivariate analysis. In vitro assays indicated that knockdown of CENPH reduced cell proliferation, apoptosis, and cell cycle arrest at G0/G1. Conclusions: High expression of CENPH in ccRCC indicates poor prognosis. CENPH is a novel molecule involved in ccRCC progression, which provide a potential prognostic biomarker and therapeutic target. Objective: Gene expression analysis is widely used in most of studies of transcriptomic. If the cryopreserved samples' storage time may influence the expression levels of genes is unknown. We aim to test the status of gene expression of different sample storage time during the cryopreserved processing by RNA sequencing. Methods: We selected one tissue sample of bladder cancer to be cryopreserved. Firstly the sample was prepared to cell suspension divided into five centrifuge tube. One of 5 was undergone RNA sequencing processing immediately. The rest of them were storage in −80 ℃ by temperature gradient cooling method, and performed RNA sequencing after 18 h, 66 h, 10 d, 30 d of storage. Then, we calculated the RPKM and FPKM of all mapped genes and those of 12 housekeeping genes. Results: Less than 30 d tissue storage had little effect on the total gene expression but induced changes in the transcript levels of stress-responsive genes as COX family after 18 h. Among the house keeping genes tested, the chosen 12 genes is stable. Conclusions: This study shows that the bladder cancer sample storage in −80 ℃ can be used in related research refer to RNA sequencing. The most genes expression is stable except several stress-responsive genes. Objective: Nucleolar and spindle-associated protein 1 (NUSAP1) is a microtubule-binding protein that plays an essential role in mitosis and cancer. Previous studies have demonstrated that NUSAP1 expression was relatively elevated in several malignancies. However, the biological roles of NUSAP1 in renal cell carcinoma (RCC) remain unknown. Methods: In the present study, we firstly performed reverse transcription polymerase chain reaction (RT-PCR) and western blot (WB) assay to reveal that the expression of NUSAP1 was relatively elevated in clear cell RCC (ccRCC) tissue specimens and RCC cell lines. Results: Immunohistochemical analysis showed that upregulation of NUSAP1 was significantly correlated with Fuhrman grade (P<0.001), tumor size (P=0.016), clinical stage (P<0.001) and distant metastasis (P=0.023). Additionally, high expression of NUSAP1 was closely associated with a shorter overall survival time of ccRCC patients (P=0.006). Further, we investigated the biological behaviors of RCC cells in vitro, and we identified that NUSAP1 depletion inhibited RCC cell migration,
